For each immune cell gene signature, the meta-gene values were generated and stored as a separate track. These tracks were subsequently compared 1 by 1 in exactly the same manner as one would compare the expression of two genes in a tumor cohort. One way analysis of variance (ANOVA) was then used to assess significance of the correlation and xy plots were generated for all track-track correlations. An overview of the correlation R-values belonging to each xy-plot is shown, accompanied by p-values (-LOG10-transforemd). (B) Examples of the correlation xy-plots for the macrophage gene signature in CMS4 (strong positive correlation) and CMS2 (strong negative correlation). The CMS subtypes are colorcoded as indicated in the legend. C) Characteristics of the CIT-566 and Smith-232 cohorts.
